Abstract: Ziyang green tea was considered a medicine food homology plant to improve chronic fatigue Ssyndrome (CFS) in China. The aim of this research was to study the therapeutic effect of selenium-polysaccharides (Se-TP) from Ziyang green tea on CFS and explore its metabolic mechanism. A CFS-rats model was established in the present research and Se-TP was administrated to evaluate the therapeutic effect on CFS. Some serum metabolites including blood urea nitrogen (BUN), blood lactate acid (BLA), corticosterone (CORT), and aldosterone (ALD) were checked. Urine metabolites were analyzed via gas chromatography-mass spectrometry (GC-MS). Multivariate statistical analysis was also used to check the data. The results selected biomarkers that were entered into the MetPA database to analyze their corresponding metabolic pathways. The results demonstrated that Se-TP markedly improved the level of BUN and CORT in CFS rats. A total of eight differential metabolites were detected in GC-MS analysis, which were benzoic acid, itaconic acid, glutaric acid, 4-acetamidobutyric acid, creatine, 2-hydroxy-3-isopropylbutanedioic acid, l-dopa, and 21-hydroxypregnenolone. These differential metabolites were entered into the MetPA database to search for the corresponding metabolic pathways and three related metabolic pathways were screened out. The first pathway was steroid hormone biosynthesis. The second was tyrosine metabolism, and the third was arginine-proline metabolism. The 21-hydroxypregnenolone level of rats in the CFS group markedly increased after the Se-TP administration. In conclusion, Se-TP treatments on CFS rats improved their condition. Its metabolic mechanism was closely related to that which regulates the steroid hormone biosynthesis.
Introduction
The typical presentation of chronic fatigue syndromes (CFS) are characterized by sudden onset of a flu-like illness. Its predominant symptoms is severe long-lasting fatigue that greatly affect activity and bodily condition [1] . There are pensive changes in patients' physical, mental, and occupational state. They may face social isolation for some time [2] . The commonly used criterion is from the U.S. Centers for Disease Control and Prevention (CDC), which refers to the assessment system of Holmes and Fukuda [3] . Among developed countries, the prevalence rate is between 0.2% and 2.5% [4, 5] . Moreover, the rate is 1.9% in Beijing and the prevalence at Hong Kong is 3% [6] . Some hypotheses consider CFS's pathogenesis to be related to excessive free radical generation, hypothalamic-pituitary-adrenal (HPA) axis disorder, and immune dysfunction. A recent study demonstrated that there was a higher oxidative
Establishment of CFS Model
The CFS model was established as we described previously [15] . Forty SD rats (140-160 g, 5-6 weeks old) were purchased from the Experimental Animal Center of Xi'an Jiaotong University (Xi'an, China) (License No.: SCXK(SHAN)2012-003). Animals were acclimated for 7 days, and then divided into four groups: normal control (NC), CFS, and two Se-TP treatment (100 and 200 mg/kg) groups, and each group had 10 rats. According to some research [26] [27] [28] , this study mimics the multi-factor sick reason of CFS, which adopted the following features: restraint stress, physical fatigue, and crowded environments. The rats in the CFS and the Se-TP treatment groups were administrated in the above conditions for four weeks in total. Restraint-stress experiments were performed using our patent instruments (patent number: ZL201620136043.7, China's State Intellectual Property Office), in which the rat was fixed for 4 h each day. Then, exercise on a treadmill (25 m/min) for 1 h to reach physical fatigue was used. Furthermore, 10 rats were housed crowded and noisy together in a rearing cage and exposed to music for 12 h a day. Se-TP was dissolved in a small amount of saline. The rats in the Se-TP groups were given Se-TP solution through an oral gavage for 4 weeks, and the doses were 100 and 200 mg/kg/day, respectively. The rats in the NC and CFS groups were given the same volume of saline. The weight and dietary intake of the rats were recorded after 4 weeks. The Morris water maze test, the open-field test, and the tail-suspension test were carried out to assess the CFS model [15] . Briefly, the time of searching the safe platform was recorded, the times of crossing through the adjacent grids, and the times of standing were recorded separately. In tail-suspension test the motionless time was recorded. The schedule of experimental design is shown in Figure 1 . This study was reviewed and approved by the Special Committee on Scientific Ethics of Shaanxi Normal University.
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Analysis of Serum Metabolites
Rats were anesthetized with 25% urethane (i.p., 0.5 mL/100 g) and their blood was drawn to prepare a serum via centrifugation at 1610× g at 4 °C for 10 min. Levels of blood urea nitrogen (BUN) and blood lactate acid (BLA) in serum were determined using the biochemical analyzer (Hitachi 7020, Hitachi, Tokyo, Japan). Corticosterone (CORT) and aldosterone (ALD) was measured using commercial ELISA kit (Cayman Chemical Company, Ann Arbor, MI, USA).
Urine Sample Preparation and Metabolites Extraction
After the behavior test and the serum metabolites analysis, only Se-TP (200 mg/kg) samples with better therapeutic effect were used for the metabolomics study. Therefore, those rats in NC, CFS, and Se-TP (200 mg/kg) groups were housed in the metabolic cages (our utility patents, patent number: 
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Rats were anesthetized with 25% urethane (i.p., 0.5 mL/100 g) and their blood was drawn to prepare a serum via centrifugation at 1610× g at 4 • C for 10 min. Levels of blood urea nitrogen (BUN) and blood lactate acid (BLA) in serum were determined using the biochemical analyzer (Hitachi 7020, Hitachi, Tokyo, Japan). Corticosterone (CORT) and aldosterone (ALD) was measured using commercial ELISA kit (Cayman Chemical Company, Ann Arbor, MI, USA).
Urine Sample Preparation and Metabolites Extraction
After the behavior test and the serum metabolites analysis, only Se-TP (200 mg/kg) samples with better therapeutic effect were used for the metabolomics study. Therefore, those rats in NC, CFS, and Se-TP (200 mg/kg) groups were housed in the metabolic cages (our utility patents, patent number: ZL-201620136043.7) for 6 h to collect urine. The urine samples were collected and stored at −80 • C to await GC-MS analysis.
Urine samples were thawed and centrifuged at 15,600× g for 10 min. Then 100 µL of the sample suspension was added to the same volume of water and 10 µL of urease suspension to incubate at 37 • C for an hour. A total of 0.30 mL of methanol and 500 µL of acetonitrile were added, mixed, and centrifuged. Next, 400 µL of supernatant was dried and 80 µL of methoxyamine pyridine solution was added. The mixed solution was incubated and derived for GC-MS analysis.
GC-MS Detection
GC-MS detection was performed using a gas chromatograph system (Agilent 7890, San Francisco, CA, USA) and a mass spectrometer (Pegasus HT, Hazel Grove, UK). A Rxi-5Sil MS column (30 m × 250 µm × 0.25 µm, Restek, Bellefonte, PA, USA) was adopted in this system. Operating conditions in the GC-MS detection were as follows. Sample size: 1-µL. Front inlet purge flow: 3 mL/min. Gas flow in column: 20 mL/min. Initial temperature: maintained at 50 • C for 1 min and then increased to 330 • C for 5 min. The energy was −70 eV in the electron impact mode. The mass spectrometry data: 30-600 m/z full-scan.
Statistics and Analysis of Data
The body weight, dietary intake, and behavioral performance were analyzed using SPSS software (version 17.0, IBM, Armonk, NY, USA). The data are reported as the means ± standard deviations (SD). Differences among means were determined using analysis of variance (ANOVA) with Tukey's test. Values of p < 0.05 and p < 0.01 were considered statistically significant.
The detected peaks were aligned and analyzed using manual integral methods. The data from LECO/Fiehn Metabolomics Library was used to identify the compounds, which gave similarity values for the compound identification accuracy. The similarity of the compounds exceeding 700 that could be adopted. Multivariate statistics and univariate statistics were used to evaluate the data. Data pre-processing was done as follows. In order to better analyse the downstream data, the missing values in the original data were simulated using half of minimum method, and then the data were standardized using the internal standard normalization method. An orthogonal partial least squares discriminant analysis (OPLS-DA) was done using SIMCA software (Version 14.0, Umetrics AB, Umea, Sweden) from normalized data. Furthermore, it can build a model to check the component variation of the four groups. The Kyoto Encyclopaedia of Genes and Genomes (KEGG; http://www.genome.jp/ kegg/) mass spectral libraries were utilized to confirm the differential metabolites. MetaboAnalyst (http://www.metaboanalyst.ca/) was used to search for the pathways of metabolites, which is a comprehensive online tool suite for the statistical and functional analysis of metabolomics data, created by members of the Wishart Research Group at the University of Alberta, Edmonton, AB, Canada. The data of selected metabolites were entered into MetaboAnalyst. "Pathway analysis," "Homo sapiens," "Hypergeometric test," and "Relative-betweenness centrality" were selected in metabolic mode, species types, characterization analysis, and path topology analysis, respectively. Then, the topological score was analyzed to screen the main changed metabolic pathways.
Results

Composition and Morphology of Se-TP
The crude polysaccharides were extracted from the dried Ziyang green tea using hot-water extraction and ethanol precipitation, and then were separated in a DEAE-52 cellulose column (Beijing Dingguo Biotechnology Co. Ltd., Beijing, China). Three peaks were detected (Figure 2a) with yields of 12.34%, 53.69%, and 16.51%. The second peak was further purified in a Sephadex G-150 column (Beijing Dingguo Biotechnology Co. Ltd., Beijing, China). A symmetrical peak of polysaccharide was detected and the curves of protein were superposed with it ( Figure 2b ). The sample was collected and named Se-TP. The main ingredients of Se-TP included polysaccharide, binding protein, and Se with percentages of 83.5%, 4.58%, and 1.86%, respectively. The monosaccharide compositions were composed mainly of mannose, rhamnose, glucose, galactose, arabinose, and galacturonic acid with molar ratios of 3.57%, 1.69%, 32.35%, 25.81%, 30.64%, and 2.26%, respectively ( Figure 3 ). The morphology of Se-TP was observed by the scanning electron microscope. As shown in Figure 4 , Se-TP resembled large blocks under 2000× conditions ( Figure 4A ), which appeared as many spherical particles under 10,000× conditions ( Figure 4B ). The diameter of the spheres was approximately 5 µm, and the surface appeared to be smooth. Figure 3 ). The morphology of Se-TP was observed by the scanning electron microscope. As shown in Figure 4 , Se-TP resembled large blocks under 2000× conditions ( Figure 4A ), which appeared as many spherical particles under 10,000× conditions ( Figure 4B ). The diameter of the spheres was approximately 5 μm, and the surface appeared to be smooth. with percentages of 83.5%, 4.58%, and 1.86%, respectively. The monosaccharide compositions were composed mainly of mannose, rhamnose, glucose, galactose, arabinose, and galacturonic acid with molar ratios of 3.57%, 1.69%, 32.35%, 25.81%, 30.64%, and 2.26%, respectively ( Figure 3 ). The morphology of Se-TP was observed by the scanning electron microscope. As shown in Figure 4 , Se-TP resembled large blocks under 2000× conditions ( Figure 4A ), which appeared as many spherical particles under 10,000× conditions ( Figure 4B ). The diameter of the spheres was approximately 5 μm, and the surface appeared to be smooth. 
Behavioral Test Results
The behavioral test results of rats are shown in Table 1 . The average amount of feed intake per day and growth rate of body weight significantly decreased in the CFS group rats when compared with those in the NC group (p < 0.01), which showed that the growth and development of rats were inhibited by CFS. Furthermore, the time of searching for the platform significantly increased in the Morris water maze test but the number of standing events and number of steps out of the middle grid markedly decreased in the open-field test in the CFS group versus the NC group (p < 0.05 or 0.01). In addition, the motionless time in tail-suspension test of CFS group rats significantly lengthened compared with those in the NC group (p < 0.01). The above results indicated chronic stress resulted in physical and mental fatigue in the CFS rats.
The results of the comparison between the Se-TP (200 mg/kg) groups and the CFS group showed that the average amount of feed intake, the number of standing events, and number of steps out of the middle grid were dramatically increased, whereas the time of searching for the platform and the motionless time were significantly reduced. For the administration of 100 mg/kg of Se-TP, only the motionless time of the rats markedly decreased in comparison with the CFS group. That illustrated the high-dose of Se-TP was better in the therapeutic effect than the low-dose of Se-TP. 
Analysis of Related Serum Metabolites
The results of the serum metabolites measurement were shown in Table 2 . The BUN levels of rats in the CFS group were significantly increased in comparison with those in the NC group (p < 0.05), and the serum CORT contents of them were significantly lower than those in the NC group (p < 0.05). However, the levels of BLA and ALD did not show significant difference between both groups. In addition, the BLA level of rats in the Se-TP (200 mg/kg) group was significantly decreased, whereas the ALD level of them was markedly increased when compared with those in the CFS group (p < 0.05). Meanwhile, there were no significant differences between Se-TP (100 mg/kg) group and CFS group. 
Analysis of Urine's Metabolic Profiling
Total ion chromatograms (TICs) of urine samples from the NC, CFS, and Se-TP groups are presented in Figure S1 . A total of 328 original peaks were obtained from 30 samples and 10 quality control (QC) samples. These data were filtered using two methods: interquartile range or keeping single null values less than or equal to 50%, and then standardized using the internal normalization method. Finally, 281 peaks were chosen and inputted into SIMCA software for recognition analysis using the multivariate pattern. The gather degree of the QC sample score plot was the standard to evaluate the PCA model. The result showed that the points of QC sample were closely gathered together, which showed the PCA model was reliable ( Figure 5 
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Total ion chromatograms (TICs) of urine samples from the NC, CFS, and Se-TP groups are presented in Figure S1 . A total of 328 original peaks were obtained from 30 samples and 10 quality control (QC) samples. These data were filtered using two methods: interquartile range or keeping single null values less than or equal to 50%, and then standardized using the internal normalization method. Finally, 281 peaks were chosen and inputted into SIMCA software for recognition analysis using the multivariate pattern. The gather degree of the QC sample score plot was the standard to evaluate the PCA model. The result showed that the points of QC sample were closely gathered together, which showed the PCA model was reliable ( Figure 5 ). However, the score plots of the experimental groups were scattered among four quadrants ( Figure 6A,B) . Therefore, it was necessary to conduct the OPLS-DA analysis, which could make the differences prominent between the interior of the model and the predictive component. As the score plots of OPLS-DA show ( Figure 6A1,B1) , the CFS group presented a trend to diverge from the NC group, discovering variation of the metabolic trait in CFS group. This result expressed the changes of However, the score plots of the experimental groups were scattered among four quadrants ( Figure 6A,B) . Therefore, it was necessary to conduct the OPLS-DA analysis, which could make the differences prominent between the interior of the model and the predictive component. As the score plots of OPLS-DA show ( Figure 6A 1 ,B 1 ) , the CFS group presented a trend to diverge from the NC group, discovering variation of the metabolic trait in CFS group. This result expressed the changes of some endogenous metabolites due to CFS. These changes shrank after the Se-TP administration, inferring Se-TP's efficiency against CFS from different aspects.
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Polymers 2018, 10, x FOR PEER REVIEW 9 of 18 some endogenous metabolites due to CFS. These changes shrank after the Se-TP administration, inferring Se-TP's efficiency against CFS from different aspects. Additionally, the validity of the OPLS-DA model was evaluated using a permutation test. The value of R 2 represented the interpretability of samples and Q 2 represented the predictability of the model. Generally, the values of both being more than 0.5 were considered to mean that the OPLS-DA model was valid [24] . As shown in Figure 7 , the value of R 2 was 0.912 and the value of Q 2 was 0.556, which confirmed that OPLS-DA model was valid in the present research. In order to filter out irrelevant orthogonal signals and obtain the more reliable differential metabolites, not only variable importance in the projection (VIP) value of metabolite must exceed 1 In order to filter out irrelevant orthogonal signals and obtain the more reliable differential metabolites, not only variable importance in the projection (VIP) value of metabolite must exceed 1 in the OPLS-DA model but also its p-value in the Student's t-test must be less than 0.05 in comparison between groups. KEGG mass spectral libraries were utilized to ensure the identification accuracy of the differential metabolites, and then the similarity value of the compounds needed to exceed 700 to be adopted [24] . After the above filtrations, 11 metabolites were obtained in the CFS group when compared with the NC group; they were malonic acid, fumaric acid, 2-methylfumarate, L-malic acid, 4-acetamidobutyric acid, α-ketoglutaric acid, (R,R)-tartaric acid, D-gluconic acid, palmitic acid, sphingosine, and 21-hydroxypregnenolone. Meanwhile, a total of eight metabolites were obtained in the Se-TP group in comparison with CFS group, including benzoic acid, itaconic acid, glutaric acid, 4-acetamidobutyric acid, creatine, 2-hydroxy-3-isopropylbutanedioic acid, L-dopa, and 21-hydroxypregnenolone (Table 3) . The peak area relative value of the differential metabolites are shown in Table 4 where the results demonstrated that the values of malonic acid, fumaric acid, 2-methylfumarate, L-malic acid, and palmitic acid were significantly increased, whereas the values of 4-acetamidobutyric acid, α-ketoglutaric acid, tartaric acid, gluconic acid, sphingosine, and 21-hydroxypregnenolone were markedly decreased when compared CFS with NC group. In addition, the values of itaconic acid, glutaric acid, 4-acetamidobutyric acid, creatine, 2-hydroxy-3-isopropylbutanedioic acid, L-dopa, and 21-hydroxypregnenolone were significantly increased but only the value of benzoic acid was markedly decreased when compared Se-TP with CFS group. Then, the selected metabolites were entered into the MetPA database (http://www.metaboanalyst. ca/) to search for the pathways of metabolites. "Pathway analysis", "Homo sapiens", "Hypergeometric test", and "Relative-betweenness centrality" were selected in metabolic mode, species types, characterization analysis, and path topology analysis, respectively, and then 14 metabolic pathways were generated in the CFS vs. the NC groups, and 4 metabolic pathways were demonstrated in the Se-TP vs. CFS groups (shown in Table 5 ). Furthermore, the pathway impact values of all differential metabolites were collected via a pathway topology analysis. Four metabolic pathways were found out as disordered pathways in the CFS group when compared with NC ( Figure 8A ). They were the citrate cycle, alanine-aspartate-glutamate metabolism, sphingolipid metabolism, and steroid hormone biosynthesis. Meanwhile, three metabolic pathways (arginine-proline metabolism, tyrosine metabolism and steroid hormone biosynthesis) were detected in the Se-TP group when compared with CFS ( Figure 8B ).
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Discussion
Se-TP was obtained from Ziyang green tea using the conventional extraction, separation, and purification methods, which was a conjugate with polysaccharide, protein, and selenium. The molecular morphology of polysaccharide was related not only the polymeric degree of molecular but also its biological activity [29] . The previous research found that the surface topography of proteinpolysaccharide conjugates usually appeared in a spherical, flocculent, or sheet structure with a diameter of 0.5-10 μm [14, 30, 31] . The molecular morphology of Se-TP showed many spherical particles with a diameter of 5 μm, but its surface was very smooth. Furthermore, it remains to be further studied whether the form is related to the existence of Se in polysaccharide molecular.
Generally, the mental and physical stimulation were usually simulated and researched in the CFS animal model [32] [33] [34] , and the last stage of a CFS model needs more than two weeks [35, 36] . The patients with CFS struggled with decreased memorizing ability, constantly lost interest and attention, and reported disappointed or depressed [37] [38] [39] . The water maze test is commonly adopted to measure the learning and memory capabilities of small animals [40] . The open-field test is confirmed to measure the anxiety and excitability of the rats. In addition, the mental status and depression degree of animals are detected using the tail-suspension test. Assessing rats' mental status and physical fatigue and collecting body weight, fodder intake, and water intake to check the growth of the rats, and a total of six evaluation indexes of the CFS group significantly changed (increased or decreased) in comparison with those in the NC group, indicating that the CFS model of rats was successfully built to mimic the chronic physical and mental fatigue. Interestingly, the administration of 200 mg/kg of Se-TP made six evaluation indexes reflect as ideal and opposite changes, so the 200 mg/kg Se-TP group was chosen to conduct the next metabonomic test.
BUN is a metabolic product of protein and amino acid, which is one of blood biochemical parameters related to fatigue. BLA is produced via anaerobic glycolysis, which can be further degraded via the tricarboxylic acid cycle for the production of ATP or removed to other tissue for oxidization or gluconeogenesis [15] . The results indicated that the metabolism extent of the protein or amino acid in CFS rats were higher than those in NC rats. As is already known, CORT and ALD are two of the most important steroid hormones of HPA axis. Generally, the HPA axis can secrete 
Se-TP was obtained from Ziyang green tea using the conventional extraction, separation, and purification methods, which was a conjugate with polysaccharide, protein, and selenium. The molecular morphology of polysaccharide was related not only the polymeric degree of molecular but also its biological activity [29] . The previous research found that the surface topography of protein-polysaccharide conjugates usually appeared in a spherical, flocculent, or sheet structure with a diameter of 0.5-10 µm [14, 30, 31] . The molecular morphology of Se-TP showed many spherical particles with a diameter of 5 µm, but its surface was very smooth. Furthermore, it remains to be further studied whether the form is related to the existence of Se in polysaccharide molecular.
BUN is a metabolic product of protein and amino acid, which is one of blood biochemical parameters related to fatigue. BLA is produced via anaerobic glycolysis, which can be further degraded via the tricarboxylic acid cycle for the production of ATP or removed to other tissue for oxidization or gluconeogenesis [15] . The results indicated that the metabolism extent of the protein or amino acid in CFS rats were higher than those in NC rats. As is already known, CORT and ALD are two of the most important steroid hormones of HPA axis. Generally, the HPA axis can secrete more CORT under physical and mental stress or fatigue. However, the research showed that the level of CORT was lower in CFS patients than normal people [41] . We obtained the same results in the present study in which the high dose Se-TP treatment was demonstrated to improve the levels of BUN and CORT in CFS rats.
The GC-MS method was performed to study the metabolomic characteristics of Se-TP on CFS. The score plots of four groups were not obviously separated in principal component analysis (PAC), so further OPLS-DA analysis were performed, which is a multivariate data analysis with supervision to distinguish the variables of metabolites between groups [42, 43] . Comparing with other groups, the OPLS-DA score plots of the Se-TP had an apparent deviation and expressed the changes of some endogenous metabolites due to CFS. The VIP, p-value, and similarity were necessary criteria to identify and select the different metabolites. According to above criteria, a total of 11 differential metabolites were filtrated in CFS group; meanwhile, a total of 8 metabolites markedly changed in the Se-TP group. In previous studies about CFS and polysaccharide treatment, we have found five and six different differential metabolites from Herba Epimedii polysaccharides and Schisandra chinensis polysaccharides treatment, respectively [30, 31] . These results indicated that the different polysaccharides improved CFS through the diverse metabolic pathways. Nagyszakal et al. reported that the levels of choline, carnitine, and complex lipid metabolites were changed in CFS patients through plasma metabolomics measurement [44] . Castromarrero et al. demonstrated that the blood-derived extracellular vesicles were significantly induced in CFS patients [45] . These research results may open a new door to identifying novel potential biomarkers in the blood and urine samples of CFS patients.
In order to find CFS's potential metabolic pathways, the differential metabolites mentioned above were analyzed through MetPA. Yamano and Kataoka reported that the diagnostic biomarker of CFS might come from the immune, endocrine, and metabolic system [46] . In present research, fourteen metabolic pathways were generated in the CFS vs. the NC groups, and four metabolic pathways were generated in the Se-TP vs. CFS groups. Furthermore, the pathway impact values of all differential metabolites were collected via a pathway topology analysis. Three metabolic pathways (citrate cycle, alanine-aspartate-glutamate metabolism, sphingolipid metabolism, and steroid hormone biosynthesis) were found out as disordered pathways because of CFS. Arginine-proline metabolism, tyrosine metabolism, and steroid hormone biosynthesis were found out as disordered metabolic pathways after Se-TP treatment. Since citrate cycle reflect the common route of catabolism of energy substance, such as carbohydrate, fat acid, and protein. Citrate cycle metabolic pathway can reflect the metabolic state of any energy substance in the human body [47] . Alanine, aspartate, and glutamate metabolism play a key role in lymphocyte proliferation and phagocytosis [48] . Sphingosine is the core metabolite in sphingomyelin metabolism and takes part in the generation of ceramide, which improves the learning, memorizing, cognitive and immune abilities [49, 50] . 21-Hydroxypregnenolone joins in the steroid hormone biosynthesis, which does well in helping with memorization, anti-fatigue, and refreshing the neural system [51, 52] . It is considered that HPA axis abnormality is a common symptom of CFS patients [8] . In general, CFS patients have a lower cortisol ratio in plasma, since HPA axis' function is disordered [41] .
For all the detected metabolites, 4-acetamidobutyric acid and 21-hydroxypregnenolone were joint differential metabolites in the two comparisons (CFS vs. NC and Se-TP vs. CFS). The metabolic pathways of these were attributed to arginine-proline metabolism and steroid hormone biosynthesis, respectively. Pathways could be selected out with a threshold of 0.01, after which the steroid hormone biosynthesis could become the related metabolic pathway illustrating the metabolic mechanism of Se-TP against CFS. It was well known that 21-hydroxypregnenolone acts in a most important role during steroid hormone biosynthesis. Corticosterone and aldosterone were the direct and indirect downstream products based on the analysis of its metabolic pathway. This inference was dramatically in conformity with the lower levels of CORT and ALD in serum. Our findings revealed that the level of 21-hydroxypregnenolone in the CFS rats increased markedly after Se-TP administration. As a result, we inferred that Se-TP administration may make the HPA axis have an abnormal affection for CFS by increasing corticosterone or aldosterone. In addition, our results also implied that the impact values of both tyrosine metabolism and arginine proline metabolism presented a changing trend in pathways after Se-TP treatment. We conclude that the therapeutic mechanisms of Se-TP against CFS were multi-faceted.
Conclusions
In the present research, a CFS-rats model was established, and Se-TP, which was a selenium-protein-polysaccharide conjugate, was used to treat the rats to evaluate the therapeutic effect on CFS. The result demonstrated that the high dose of Se-TP made effective treatment. The GC-MS method was performed to study the metabolomic characteristics of Se-TP on CFS. Our results showed Se-TP treatment dramatically improved the level of protein or amino acid of CFS rats, and eight differential metabolites were screened out as biomarkers on CFS. Meanwhile, three metabolic pathways were proved to be key improving items after Se-TP treatment according to the above differential metabolites. Therefore, Se-TP administration might improve the function of the HPA axis and immune cells of CFS rats. 
